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to evaluate the epidemiology, clinical proﬁle and outcome of sero-
logically conﬁrmed scrub typhus and spotted fever cases among
children admitted to a tertiary care hospital in Bangalore.
Methods & Materials: Hospitalized children aged <18 years,
with clinical features suggestiveof rickettsial diseasewere included
prospectivelybetween January2010 toOctober2012.Routine labo-
ratory tests includingWeil-Felix testwasperformedonall children.
Speciﬁc ELISA was done to detect IgM and/or IgG antibodies for
conﬁrmation of scrub typhus and spotted fever.
Results:Of 103 childrenwith clinical features suggestiveof rick-
ettsial illness, ELISA test conﬁrmed 53 cases for scrub typhus, 23
cases for spotted fever group and 14 with both scrub typhus and
spotted fever mixed infection. The mean age was 7.3 (±3.9) years
and 44 (71.0%) were male. Majority of cases were from neighbor-
ing districts of Karnataka (50%), Andhra Pradesh (32.3%) and Tamil
Nadu (17.7%). There was a clear seasonal trend; 53% of cases were
seen soon after the rainy season during the months of August to
November. Common clinical features included fever (100%) with
average duration of 11 days, nausea and vomiting (44%) and rash
(36%); eschar was rare. Anemia (63%), thrombocytopenia (52%),
leukocytosis (51%) and elevated hepatic transaminases (61%) were
also seen. Compared to the ELISA test, Weil-Felix test (OX-K titer of
≥1:80) had sensitivity and speciﬁcity of 88.7% and 43.9%, and pos-
itive and negative predictive value of 70.5% and 72%, respectively.
Treatment with chloramphenicol or doxycycline was given to the
majority of the children. Complications were seen in 42% (13% had
multiple complications), and included meningoencephalitis (28%),
shock (10%), retinal vasculitis (10%) and purpura fulminans (7%);
all recovered with no deaths.
Conclusion: Theseﬁndings suggest that theburdenof rickettsial
infection among children in India is high, with a substantially high
complication rate. Rickettsial speciﬁc ELISA tests can help in early
diagnosis and early institution of appropriate treatment that may
prevent life-threatening complications.
http://dx.doi.org/10.1016/j.ijid.2016.02.417
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Background: Scrub typhus is a rickettsial infection, caused by
Orientia tsutsugamushi. It is a remerging infectious disease all over
the world. In recent years, resurgence of Scrub typhus was noted in
India especially in Tamil Nadu. Leptospirosis, a zoonotic infection
caused by pathogenic spirochetes, Leptospira interrogans complex
is prevalent worldwide with high incidences in tropical and sub-
tropical countries. Both infections present as acute febrile illness.
The present study was undertaken with the objective to estimate
the Seroprevalence of Scrub typhus and leptospirosis in patients
presenting with Pyrexia of Unknown Origin(PUO).
Fig. 1. No. of Scrub typhus positive in different age groups.
Fig. 2. Coinfection of Scrub typhus with Leptospira serovars.
Methods & Materials: This prospective study was conducted in
the Leptospirosis testing laboratory of the Department of Experi-
mental Medicine from November 2014 to April 2015. All the serum
samples from patients with PUO received at the laboratory were
tested for Scrub Typhus Antibodies using Inbios International, Inc.
Scrub Typhus Detect IgM ELISA System. The tests were performed
andresults interpretedasper themanufacturer’s instructions. Sam-
ples with OD value above 0.5 was considered as Reactive for Scrub
Typhus. Microscopic Agglutination Test (MAT) was performed for
diagnosis of Leptospirosis.
Results: A total of 354 serum samples were received during the
study period. The age ranged from one to ninety years with mean
31.48 and SD20.33. Therewere 40%males and 60% females. Among
the 354 samples, 15% (30males, 24 females)were positive for Scrub
typhus by IgM ELISA. Highest seropositivity for Scrub typhus was
observed in0-10 followedby21-30years age groups.Out of the354
sample, 43.7%werepositive for LeptospirosisbyMAT,withCanicola
being the commonest serovar. Coinfection with Scrub typhus and
leptospira was seen in 23 patients, Canicola was the commonest
serovar of leptospira coinfected with scrub typhus.
Figures 1 and 2
Conclusion: In this study, Seroprevalence of leptospirosis and
Scrub typhuswas 43% and 15% respectively. Coinfectionwith Scrub
typhus and Leptospirosis was observed in 23 patients. Morbidity
andmortality is high in both infections particularlywhen diagnosis
and treatment is delayed. Early diagnosis of scrub typhus and lep-
tospirosis is essential since antibiotic therapy provides the greatest
beneﬁt when initiated early in the course of illness.
http://dx.doi.org/10.1016/j.ijid.2016.02.418
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Background: Ebola virus disease (EVD), also known as Ebola
hemorrhagic fever, is a rare and deadly disease caused by infec-
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tion with one of the Ebola virus strains. It ﬁrst appeared in 1976
and since then, there is no licensed treatment proven to counter-
act the virus but various immunological and drug therapies are
under development. However, currently two potential candidates
are undergoing evaluation. In view of the fact that virtual screening
(VS) is an increasingly used method to guide the identiﬁcation of
novel hits from large chemical libraries.
Methods & Materials: Selection of Series with activity range
span above 3.0 orders Hypothesis generation Using Hypogen mod-
ule of Discovery Studio Followed by Model Validation and Virtual
Screening Molecular docking studies to understand the type of
molecular interactions within the active site of target using Lib-
Docker/CDocker modules of Discovery Studio Biological Studies
(In-Vitro/In-Vivo) to test the activity of the retrieved lead com-
pounds
Results: We have tried to propose a research work which
is structure and ligand based pharmacophore generation and
chemical compound database mining (In-silico high throughput
screening) followed by molecular docking to retrieve potent struc-
turally diverse anti-Ebola drugs. The identiﬁed compounds will be
further subjected to in- vivo/in-vitro studies. The identiﬁed com-
pounds will be further subjected to in- vivo/in-vitro studies.
Conclusion: Reducing the research timeline in the drug dis-
covery stage is a main concern worldwide. Various In silico
techniques offering economical methods are now being used for
the drug development. Molecular modelling is emerging as a pop-
ular methodology for drug design which aims at computer-aided
techniques for the efﬁcient identiﬁcation and optimization of novel
compounds with a required biological activity. Moreover, virtual
screening is also a reliable and economical method as it helps in
identiﬁcation of new molecules which share its features and can
thus exhibit a desired biological response. In view of the role of
In-silico drug designing, the aim of the proposed research enti-
tled “Pharmacophore Modeling, Database Mining and Biological
Evaluation to Identify Novel Structurally Diverse compounds as
Potential anti- Ebola drugs” is to elucidate the structural features
responsible for anti-Ebola activity and to identify novel potential
leads as anti-Ebola drugs.
http://dx.doi.org/10.1016/j.ijid.2016.02.419
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Background: West Nile virus (WNV) is a ﬂavivirus transmitted
by mosquitoes. The prevalence of WNV antibodies in Indian popu-
lationhas beenknown since 1952. Followingphylogenetic analysis,
Indian isolateswere classiﬁed into Lineage1 and5. Since2006,with
the identiﬁcation of WNV as an aetiology causing acute encephali-
tis syndrome (AES) in Northeast India, scattered cases have been
recorded inAssamevery year during themonths of June toOctober.
However, the mosquito species involved in transmission of WNV
in this region requires detailed study.
Methods & Materials: We analysed human sera from hos-
pitalised AES cases and mosquitoes sampled in four West Nile
reporting areas during June 2014 - June 2015. Mosquitoes were
caught using suction tube and ﬂash light. A total of 970 pools from
37246 mosquitoes were based on uniformity of species, collection
site and date. Clinical samples were tested for presence of WNV-
speciﬁc IgMantibodies and conﬁrmedbyneutralizing antibody test
for the acute and convalescent phase serum specimen. Both clinical
samples and mosquito pools were also tested for the presence of
WNV RNA using NS1 gene speciﬁc primers.
Results: Of the 222 AES acute case serum samples tested for the
presence of WNV speciﬁc IgM antibodies, 48 were found positive.
Six IgM positive samples demonstrated a fourfold rise in neutraliz-
ing antibody titre againstWNV in convalescent sera.WNVRNAwas
detected in the cerebrospinal ﬂuid of one human sample. Vector
incrimination showed 14 pools (4- Culex vishnui, 1- Culex pseu-
dovishnui, 2- Culex tritaeniorhynchus, 2- Culex quinquefasciatus, 1-
Culex whitmorei and 4 -Mansonia uniformis) to be positive for WNV
RNA. Interestingly, 13 of the positive pools were collected during
November- December 2014. Mosquito and human derived WNV
sequence were similar to Indian Lineage 5 WNV isolates.
Conclusion: Our results providemolecular evidence for theper-
sistence andmaintenanceof Lineage5WNV inNortheast India. This
study conﬁrms the role of Culex and Mansonia mosquito species in
the transmission of WNV in Assam. Further studies are required
to address WNV transmission and maintenance during winters for
implementation of vector intervention strategies.
http://dx.doi.org/10.1016/j.ijid.2016.02.420
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Background: In India, scrub typhus (ST) is considered to be a re-
emerging infectious disease. From northeast India, ST cases have
recently been reported (2012) in Assam after a gap of 68 years.
The causative organism, Orientia tsutsugamushi is known to be
genetically and antigenically highly variable. Sequence analysis of
56-kilodalton (kda) type-speciﬁc antigen (TSA) genehas becomean
important tool for genetic characterizationofOrientia. This variable
gene sequence is useful for analysis of genetic diversity of Orientia
isolates. Although re-emergence of ST has been reported, circulat-
ing strains and their origin have yet to be identiﬁed. In the present
